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LD in a random French Caucasian population 

54 sized « random » BACs covering 8100 kb 
213 SNP ; 2 to 6 / BAG, mean allele frequency = 0.3 
Order and distance unknown 
For 1 BAG : 



For 54 BAGS ; 

* m intermarker distance = 38 kb 

* m LD strength estimate = 0.63 ± 0.05 

(324 pairs) 

For 19 unlinked SNPs : m LD strength estimate = 0.12 ^ 0.007 

(171 pairs) 




* m intermarker distance ; 130/3 = 43 kb 

* m LD strength estimate : m (a,b,c) = 0.51 
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Figure 2c 
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PROSTATE CANCER HAPLOTYPE SIMULATIONS (100 ITERATIONS) 





hapiotype frequencies 
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BJOO SJGO 4,00 3,00 2,00 1,00 OJDO 8.00 7jaa W SJOO 4.00 3,00 2.00 1.00 8,00 6,00 2^ 1^° i?? 
E-02 E-02 M e-02 E-a2 6-02 E4I3 &0a &«3 &03 E-03 &«» E-fl3 &03 &03 E4M e^W E-04 &04 E-OS &0S E-05 

pvaiue max of haplotypes for 100 simulations 
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AVERAGE LD PATTERN GENOMIC HETEROGENEITY 
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Frequent vs frequent 
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FIGURE 14 




Exoaic/nonexonic LD 





Nb pairs 


Average 
intermarker 
distance 


Average LD 


Exonic SNPs 


36 


26 kb 


0.65±0.021 


Non exonic 
SNPs 


60 


36 kb 


0.48±0.018 


Exonic/Non 
exonic 
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32 kb 


0.60±0.015 
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